Hepatitis B virus (HBV) is characterized by a wide genomic variability that could play a role in different clinical manifestations and response to therapy. The ten HBV genotypes show a distinctive geographical distribution worldwide and genotypes A, D, and E are the most frequently found in Africa. There are only limited studies on HBV genotype distribution in Democratic Republic of Congo (DRC), all performed in the western part and showing a vast majority of genotype E. We performed a study to determine the genotype distribution of HBV in South Kivu (DRC). Blood screening was performed during 2014--2015 at the Hospital Provincial General de Reference of Bukavu where serum samples of newly detected Ag HBs positive subjects were collected. These samples were sent and analysed at the Cliniques Universitaires Saint Luc, Belgium. We undertook HBV DNA load measurement by Abbott RealTime HBV assay on the m2000 system, genome sequencing using an in-house method targeting the S and P overlapping region, phylogenetic analysis using Geneious 4.0 software, and additional mutational analysis focused on the identification of mutations (P region) associated with antiviral resistance using the online HBVseq tool (Stanford University). Genotype determination was performed in forty-one patients. HBV genotype A was detected in 40/41 (97.6 per cent) and HBV genotype E in 1/41 (2.4 per cent). Only two mutations were observed and concerned the I169T nucleotide substitution, both in genotype A samples. The phylogenetic analysis showed that nearly all South Kivu genotypes A (39/40) are closely related to A1 subgenotype strains found in Rwanda, Haiti, and Martinique while only one single strain attached to the A2 subgenotype cluster was isolated. The only remaining genotype E case was linked to the western African E crescent. HBV genotype A seems to be the most predominant genotype in eastern DRC with the majority belonging to the Afro-Asian subgenotype (A1). This contrasts with the western part of RDC where genotype E is the most frequently found genotype. These results support the hypothesis of an East--West genotypic demarcation. Moreover, the low genetic variability of HBV in South-Kivu is suggestive of strong local endemicity.
